or 



BRANCH 




J5EOUENCF LISTING 

RROR report 




The Biotechnology Systems Branch of the Scientific and Technical Information 
Center (STIC) detected errors when processing the following computer readable 



form: 



Application Serial Number: O ?/ 32 ^ "7^0/1 

/633 



Source: 
Date Processed by STIC: 



2- 9- <?/ 



RECEIVED 

mar n i ?nm 
TECH CENTER 1600/2900 



thf ATTACHED PRINTOUT EXPLAINS DETECTED ERRORS. 

I FORWARD THIS INFORMATION TO THE APPLICANT BY EITHER: 

^ W^UDIIW ATOPY OF THIS PRINTOUT IN YOUR NEXT COMMUNICATION TO THE 

appI ICANT, WITH A NOTICE TO COMPLY or, 

2) TELEPHONING APPLICANT AND FAXING A COPY OF THIS PRINTOUT, WITH A 

FOR^S^MISSIO^QUESTIONS, PLEASE CONTACT MARK SPENCER, 703-308-4212. 

FOR SFOUENCE RULES INTERPRETATION, PLEASE CONTACT ROBERT WAX, 703-308-4216. 
PATENTIN 2.1 e-mail hdp: p^.n? ! hHn@usnto.gov or phone 703-306-41 19 (R. Wax) 
PATENTIN 3.0 c-mai. help: patin3hnn@usoto.gov or phone 703-306-41 19 (R. Wax) 

TO RFDUCE ERRORED SEQUENCE LISTINGS. PLEASE USE THE CHECKER 
l^ gnN 3 0 PROGRAM . ACCESSIBLE THROUGH THE U.S. PATENT AND 
TRADEMARK OFFICE WEBSITE. SEE BELOW: 



Checker Version 3.0 

The Checker Version 3 0 application is a state-of the-art Windows based software program 
jmnlovine a logical and intuitive user- interface to check whether a sequence listing is in 
compliance with format and content rules. Checker Version 3 0 works for sequence listings 
~™S^oTtheorigin^ v«,ionof37CFRM1.82l - 1.825 effective October 1. 1990 (old 
Sles) and the revised version (new rules) effective July I. 1998 as well as World Intellectual 
Prorjertv Organization (WIPO) Standard ST 25 

Checker Version 3.0 replaces the previous DOS-based version of Checker, and is Y2K- 

«i:-«t Checker allows public users to check sequence listings in Computer Readable form 
<cZ bSStSiS«Sto» to the United States Patent and Trademark Office (USPTOV 
Useof Checker prior to filing the sequence listing is expected to result in fewer errored sequence 
listings, thus saving time and money. 

Q^^v ^cinn 10 can be down loaded fro m I ISPTO website at the following address: 

http://www.uspto.gov/web/officcs/pac/checker 



6» 



& J' Application NoT: 09/327.750 



iyOTIcl^^MPL.Y WITH REQUIREMENTS FOR PATENT APPLICATIONS CONTAINING 
NUCLEOTIDE SEQUENCE AND/OR AMINO ACID SEQUENCE DISCLOSURES 

The nucleotide and/or amino acid sequence disclosure contained in this application does not 
comply with the requirements for such a disclosure as set forth in 37 C.F.R. 1.821 - 1.825 for the 
following reason(s): 

8 1 This application clearly fails to comply with the requirements of 37 C.F.R. 1 .821-1 .825. Applicant's 
attention is directed to these regulations, published at 1114 OG 29, May 15, 1990 and at 55 FR 
18230, May 1. 1990. 

□ 2 This application does not contain, as a separate part of the disclosure on paper copy, a "Sequence 
Listing" as required by 37 C.F.R. 1 .821(c). 

□ 3 A copy of the "Sequence Listing" in computer readable form has not been submitted as required by 
37 C.F.R. 1.821(e). 

0 4 A copy of the "Sequence Listing" in computer readable form has been submitted. However, the 
content of the computer readable form does not comply with the requirements of 37 C.F.R. 1 .822 
and/or 1 .823, as indicated on the attached copy of the marked -up "Raw Sequence Listing." 

□ 5 The computer readable form that has been filed with this application has been found to be damaged 
and/or unreadable as indicated on the attached CRF Diskette Problem Report. A Substitute 
computer readable form must be submitted as required by 37 C.F.R. 1 .825(d). 

□ 6 The paper copy of the "Sequence Listing" is not the same as the computer readable from of the 
"Sequence Listing" as required by 37 C.F.R. 1.821(e). 

□ 



7. Other: . 



Applicant Must Provide: 

g An initial or substitute computer readable form (CRF) copy of the "Sequence Listing". 

0An initial or substitute paper copy of the "Sequence Listing", as well as an amendment directing Its entry 
into the specification. 

S» ctatompnt that the content of the paper and computer readable copies are the same and, where 
applicable, include no new matter, as required by 37 C.F.R. 1 .821 (e) or 1 .821 (f) or 1 .821 (g) or 
1.825(b) or 1.825(d). 

For questions regarding compliance to these requirements, please contact: 

For Rules Interpretation, call (703) 308-4216 
For CRF Submission Help, call (703) 308-4212 
Patentln Software Program Support (SIRA) 

Technical Assistance 703-287-0200 

To Purchase Patentln Software 703-306-2600 



PLEASE RETURN A COPY OF THIS NOTICE WITH YOUR RESPONSE 




Pase 1 of 7 



if 33 



RAV/ SEQUENCE LISTING 

p^TKNT APPLICATION: US/09/3 2 7 , 7 50A 



DATK: 02/09/20U1 
TIMVI: 14:16:09 



MAR 0 1 2001 

TECH CENTER 1600/2900 



input. Set : A:\PTO.txt 

Output- Set: N:\CRF3\02092001\I327750A.raw 



4 vno> APPLICANT: Sato, Taki-Aki 

5 <120> TITLE OF INVENTION : GENE ENCODING NADE , P75NTR- ASSOCIATED CELL DEATH EXECUTOR AND USES 

6 THEREOF 

H <130> FILE REFERENCE: 0575/591 31/JPW/APE * , 

10 <-l40> CURRENT APPLICATION NUMBER: 09/327, 750A OO^V V > A ^ r 

Jl <141> CURRENT FILING DATE: 1999-00-07 QOQ S ' ' N\B eG ^ 

13 <10O> NUMBER OF SEO ID NOS: 45 * - YJ^'jV^ " ' " 

15 <17()> SOFTWARE: Pa tent In version 3.0 QoKi^^"^ 

17 <2] 0> SKO ID NO : 1 

18 <211> LENGTH: 3 6 

19 <212> TYPE: DNA 

20 <2J3> ORGANISM: MOUSE 

22 <400> SEQUENCE: 1 

23 aattgtctac gcatccttat gggggagctg tctaac 

26 <210> SEO ID NO : 2 

27 <211> LENGTH: 12 

28 <212> TYPE: PRT 

29 <213> ORGANISM: MOUSE 
31 <4 00> SEQUENCE: 2 

33 Asn Cys Leu Arg He Leu Mot Gly Glu Leu Ser Asn 

34 1 5 10 

36 <210> SEO ID NO : 3 

37 <211> LENGTH: 3 0 

38 <212> TYPE: DNA 

3 9 <213> ^mtsm: Artific ial Sequence 



36 



1 h <:^j.i^ w 

W-->^1 <220> F 

W-->( jtl <223> O 

41 <4uli±> ^ 



FEATURE i 

OTHER INFORMATION^) 
' gLUUlLHCO . — 3 " 



.; luuiliico . 

rtagctanca- lcaLOgLgacj caagggcgag 

<210> SEO ID NO: -1 

<21I> LENGTH: 2 8 

<212> TYPE: DNA 

<213> OPGANTSM^ Artificial Sequence 

*?220> FEATURE: 



^ <223> OTHER INFORMATION^? 

50 <\m*> SEUUENLJl. 



cegctcgngt cttgtacagc tcgtccat 

54 <210> SEQ TD NO: 5 

55 <211> LENGTH: 29 

56 <212> TYPE: DNA 
ORG ANISM : Artif icial Sequence 



W- - >/ 

W-- 



<220> FEATURE: 
<223> OTHE R INFORMATION:^ 

400> KKUUHNCt: !j 



60 atcctcgagc gatcatggee aatgtccac 

63 <210> SEO ID NO: 6 

64 <211> LENGTH: 27 



Or // /' c /« / 5 acls><~& . ± c " e /2 



29 



file://C:\CRF3\Outhold\VsrI327750A.htm 
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Page 2 of 7 



r^W SEQUENCE LISTING »ATJ5 : 02/09/2001 

PATKNT APPLICATION: US/09/32 7 , 7 50A TIME: 14:16:09 

input: St2t : A:\PTO.txt 

Output Sot: N:\CRF3\02092001\l327750A.raw 



6 5 <212> TYPE:- DNA 



27 



<213> ORGANISM: Artilfcial Sequence 
68 <400> SEQUENCE: 6 27 
09 ateggatect ctcaactgta gctccct 
7 2 <210> SEQ XXJ NO: 7 
73 <211> LfclNGTH: 

7 4 <212> TV PIS: ON A 

Tj "n-' nwnnrn.lH- Artificial Sequence 
W _-> 7>T^<220> FEATURE: *^ 
W--> h <223> OTHE R iNFQRMATIONy 

77 <4t>0> SLiUUkNLL: ? 27 

78 ategqatccg atctclcica totoeto 
81 <210> SKQ ID NO: 8 

H2 <2M> LENGTH: 2 7 

8 5 <212> TYPE: DNA 

84 ORCflWlSM: Artificial Sequence 

W--> 8/<220> FEATURE: 

W--> 8k <223> OTHER INFORMATION^) 

86 <4 00> sKOUUNtli.: « " 

87 aaaqcttagq gaggcacagc tgagaaa 
<)0 <210> SEQ ID NO: 9 
«J1 <211> LENfiTH: 2 7 
92 <212> TYPE: DNA 
■i- w9n> ORGANISM: Ari.lT icial Sequence 

W --> 9iS^<22 0> FEATURE: ^ / 

w ._> 9 V» <223> OTHER INFORMATION: J / 

95 <400> SiMoiJENCE: * ] / 27 

96 tttctcaqct gtqcctccct aagctnt. / 

99 <210> SEQ ID NO: 10 

100 <211> LENGTH: 20 

101 <212> TYPE: DNA . . _ . 

102 <2X3>JHK&^ sequence 

W--> 10 4/^220 > FEATURE: 

W--> lol <223> OTHER I NFOR MA TION: J " 

HU ^4 0 0^ ^njum t e K-' 10 ,: ^ 

105 ar.ccggagaa agqctaggga ggcaca 
108 <210> SEQ TO NO: 1.1 
ICQ <211> LENGTH: 26 

110 <212> TYPE: DNA 

111 <2J13>_J5P±iAJiIJi^^ Sequence 
W--> 113^rj20> FEATURE i 

1 l V.<22 3> OTHER INFORMATION : ^ 

113 <400> SEQUENCE. 11 2G 

114 tgtgcctccc LagccLttct ceggat 

117 <210> SEQ ID NO: 12 

118 <211> LENGTH: 124 

119 <212> TYPE : P*T 

120 <213> ORGANISM: MOUSE 
122 <400> SEQUENCE: 12 



W-- > 



tlle://C:\CRF3\Outhold\VsrI327750A.htm 
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Kage j ot / 



RAW SEQUENCE LISTING * DATE : 02/09/2001 

p A TKNT APPLICATION: US/09/3 2 7 , 750A TIME: 14:16:09 

input. Set : A:\PTO.txt 

Out-put Set: N:\CRF3\02092001\I327750A.raw 
I'M Met Ala Asn val "is Glu Clu Asn Glu Glu Met Clu Gin Pro Leu CLn 

^27 Asn Gly Glu Glu Asp Arg Fro Val Gly Gly Gly Glu Gly His Gin Pro 

1-8 ' 2 0 25 J ° 

130 Alu Gly Asn ash as.. Asn Asn Asn His asm His Asn His Asn nxs His 

131 35 40 4f> 

133 Arq Arg Gly Gin Ala Arg Arg Leu Ala Pro Asn Phe Arg Tip Aid lie 

5 0 ^ ^' 

136 l'ro Asn Arg Gin Met Asn Asp Gly Leu Gly Gly Asp Gly Asp Asp Met 

70 7 5 ^ 0 

3*39 Glu Met Phe Met Gl.i Glu Met Am Glu lie Arq Arg i-ys Ar q Gl,J 

,. 0 8 5 90 . 

142 leu Gin Leu Arc, Asn Cys Leu Arg lie Leu Mot Gly Clu 1,cm Ser Asn 

143 ' joo 105 11" 

145 His His Asp His His Asp Glu Phe Cys Leu Met Pro 

146 11* _ 120 

148 <210> SE0 ID NO: 13 

149 <211> LENGTH: HI 

150 <212> TYPE: PRT 

153 <213> ORGANISM: HUMAN 

155 Mer°Ala fc Asn N Iie His Gin Glu Asn Glu Glu Met Glu Gin Pro Mot Gin 
loo Asn Gly Glu Clu Asp Arq Pro Lou Gly Gly Gly Glu Gly His Gin Pro 

ir.o 2 0 2 -> - 

161 Ala Glv Asn Arg Arg G 1 y Gin Ala Arg Arg Leu Ala Pro Asr, Phe Arg 

If 2 ' 35 40 43 

164 Trp Ala lie Pro Asn Arg Glu He Asn Asp Gly Met Gly Gly Asp Gly 

V f S 50 55 <i0 

167 Asp Asp Met Gin He Ph* Met <ilu Glu Met Arg Glu lie Arg Arg Lys 

70 7 5 

170 leu Arq Glu L«u "1" Arq Asn Cys Leu Arg lie Leu Met. Gly Glu 

-171 ' * T > 90 9f> 

17 3 Leu Ser Asn His His Asp His His Asp Glu Phe Cys Leu Met Pro 
174 100 105 HO 

3 76 <210> SF.Q ID NO: 14 

17 7 <.2 11> LENGTH: 13 

17 8 <212> TYPE: HKT 

17 9 < 2 1 3> ORG AN I SM : « y X 3 " 

183 <4 00> SEOOENCE: 14 

183 Leu Thr Met l.ys Glu Val Glu Glu Leu Glu Leu Leu Thr 

184 1 5 10 

186 <210> SEO ID NO: 15 

187 <211> LENGTH: 13 

188 <212> TYPE: PR T 

3 89 <213> ORGANISM: MAPKK 

191 <M0O> SEQUENCE: 15 

193 Ala l.eu Gin Lys Lys Leu Glu Glu Leu Glu Leu Asp Glu 

194 1 5 10 



file://C:\CRF3\Outhold\VsrI327750A.htm 



2/9/0! 



-RAW-SEQUENCE- LISTING - 
pATKN'J' APPLICATION: US/0 9/ 3 27, 75 OA 



DAT):' : 02/09/2001 
TIME: 11:10:09 



input Set : 
Output Set: 



A:\PTO.txt 

N:\CRF3\02092001\I3277 50A.raw 



J 96 

197 

19b 

199 

201 

203 

204 

206 

207 

208 

2 09 

233 

213 

234 

216 

217 

23B 

239 

221 

223 

224 

220 

227 

228 

229 

231 

233 

234 

2 36 

237 

23b 

2 39 

2 M 

2 ■ i 

-2 4 4 

24 6 

24 7 

218 

249 

251 

253 

2S4 

256 

257 

258 

259 

261 

263 

264 



<210> SEO TD NO: 
<213> LENGTH : 3 0 
<212> TYPE: l'^ T 
<21 J> ORGANISM : 
<4 00> SEQUENCE : 
Leu Ala Lou iys 
1 

<2 3 0> SEO ID NO: 
<213> LENGTH: i> 
<2 1.2> TYPE: PK'J' 
<21 3> ORGANISM : 
<4 00> SEQUENCE : 
LCU Pro Val fAJU 
1 

<210> SEO IP NO: 
<21 1> LENGTH : 9 
<212> TYPE: PR'- 1 ' 
<213> ORGANISM : 
<4 00> SEQUENCE: 
Leu Pro Pro Leu 
3 

<210> SEQ TD NO: 
<211> LENGTH: 12 
<212> TYPE: I'KT 
<213> ORGANISM: 
<4 00> SEQUENCE: 
Lys Val Ala Glu 
1 

<210> SEQ ID NO: 
<211> LENGTH: 13 
<212> TYPE: PKT 
<23.3> ORGANISM: 
<4 00> SEOUENCF: 
Glu val Asp Gin 
1 

<21.0> SEO I" NO 
-21 1> LENGTH: 8 
<212> TYPE: PKT 
-2 13> ORGANISM 



FK1 -alpha 
1 fi 

Lou Ala Cly 
5 

3 7 



LCU ASp 



J 1c 
10 



TK 
.1 7 
G lu 
5 

18 



111 



A an Lou Thr Leu 



Rev 
3 8 
Glu 

5 

19 



HIV- 1 



Aru, Leu Thr Leu 



Kan 
19 
Lys 
5 

20 



HPl 

Lou Glu Ala Leu 



So i 
10 



Val Arg 



FMRP 

20 
Lou 
5 

21 



Arg Lou Glu Arg Leu Gin lie Asp 
10 



Git? 1 



<4 00> SEQUENCK: 21 
Lou Pro Leu Gly '-VS Leu Thr Leu 
3 5 
<210> SEO ID NO: 22 
<21.1> LENGTH: 14 
<212> TYPE: PKT 
C213> ORGANISM: RfiX HTLV-1 
-;4 00> SEQUENCE: 22 

Ala Leu Ser Ala Gin Lou Tyr Ser Ser 
1 5 



Leu 
10 



Ser Leu Asp sor 



t1le://C:\CRF3\Outhold\Vs.I327750AJ«m 
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Ka<ze :> ot / 



RAW SEQUENCE LISTING 

PATKNT APPLICATION : US/09/3 27 , 7 50A 



I>ATE: 02/09/2001 
TIME: 14:16:09 



266 
267 
268 
2(5 9 
271 
273 
27-1 
276 

27 7 
278 
279 

2 01 

28 3 
2H4 
286 
207 
288 
289 

29 J 
293 
294 
29(. 
297 
299 
300 
301 
302 
304 
306 
307 
309 
310 
312 
313 
314 
315 
3J7 
319 
320 

3 22 
323 
324 
325 
327 
328 
3 30 
332 
331 
336 



Leu Arg 



Leu Arg 



Leu Arq Asn Cys Leu 
15 



input- SCtl : A:\PTO.txt 

0u t,put Set: N:\CRF3\02092001\I327750A.raw 



<21 0> SEO TD NO: 2 3 

<211> LENGTH: 13 

<212> TYPE: PF<T 

^2.1 3> OKGANTSM: human NAI.U: 

<400> SEQUENCE: 23 

Art) Glu lie Ar9 M's J-cu Arq i.lu Leu Gin 

1 5 1 ° 

<210> SKO lO N° : 24 

<211> LENGTH : 1 3 

<212> TYPE: PKT 

<2 3 3> ORGANISM: mous« NADfc 

<400> SBOUKNCK: 24 

Arq Glu He Arc; Arg Lys Leu Arq Glu Lou Cln 

<210> SEO ID NO: 25 
<211> LENGTH: 27 
<212> TYPE: PK'T 
<213> ORGANISM: MOUSE 
<400> SEQUENCE : 25 

Arq Glu lie Arq Arg Ly*> Leu Arg Glu Leu Gin 

5 i U 

Arg Tlo Leu Met Gly Glu Lou ser ash His His 

20 25 
<210> SEO ID NO: 2 6 
<211> LENGTH: 27 
<212> TYPE: PR'^ 
<2]3> ORGANISM: HUMAN 
<Ai)0> SEQUENCE: 2b 

Arg Glu lie Arg Arg Lys Lou Arg U.u Leu Gin 

Arg lie Leu Met. Gly Glu Leu Ser Asn His His 

2 0 25 
<210> SEO TD NO: 2 7 
<2J1> LENGTH : H 
*-21 2> TYPE: PKT 

<213> ORGANISM: CONSENSUS (MOUSE v. HUMAN) 

<400> SEQUENCE: 2 7 

Arg Lou Leu Asn Arg Leu Lcmj ash 

1 5 

<210> SEQ TD HO: 28 

<23 1> LENGTH: 700 

-.-21 2> TYPE: DNA 

f.2l3> ORGANISM: MOUSE 

<A00> SEQUENCE: 28 

aegaqegtct. ggccagcagc toggagot.ee t.ctgeyogcg 
oqqcgaqrgg iacaqattga ctggaagccg agagr.ccaqg 
anqactacqc cgcaagggat agg^ccagaa r.agoaarcag 
ccaafgtrra ccaggaaaac gaagagcLgg agr.agocrct. 
gccctgtggg aqg*99Lgay gyccaccagc uLgctgcaaa 



Leu Arg Asn Cys Leu 
15 



gcgggctggc 
eggcagegqg 
•jaaaoaaanl: 
q cagaa tgga 
caacaacaac 



agogggeccg 
aart.gacaqq 
cucatcatgg 
caggaacacc 
aacaaccaca 



60 
120 
180 
210 
300 



file://C:\CRF3\OutholcfVsrI327750A.htm 
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VERIFICATION SUMMARY 

PATENT APPLICATION: US/09/327 , 750A 



j)ATE: 02/09/2001 
TIME: 14:16:10 



41 M 

: 41 M 

:50 M 

: r >0 M: 

: 59 M : 



L 
L 
L 
1. 
L 

L:59 M 
1. 
L 
L 
L 
L 
L 
L 



7 7 M 
77 M 
80 M 

8 (j M 

9 5 M 
9 5 M 
104 

t : 1 0 4 
L: 113 
L : 1 1 3 



:2 5R W 
:258 W 
:258 W 
:2 5a W 
58 W 
:2f>8 W 
:2 5U W 
:25fl W 
:258 W 
: 25H W 
: 2 5 H W 
: 2 58 W 
M:258 W 
M:25f* W 
M:250 W 
H:25H W 



input Set : A:\PTO.txt 

Output. Set: N:\CRF3\02092001\l327750A.raw 



Manda I. or V 
Manda Lory 
Manda tory 
Mandatory 
Manda tory 
Manda tory 
Maud ci tory 
Mandatory 
Mandatory 
Mandatory 
Mandatory 
Manda tor y 
Mandator/ 
Mandatory 
Mandatory 
Mandatory 



Fea ture 
Fea ture 
F«ai;u re 
Feature 
Fcatu re 
Fea ture 
Fea tu re 
Fea tu re 
Fea tu re 
Kcutu re 
Fea ture 
F'eutu re 
Feature 
Feature 
Feature 
Feat u re 



missing , 
missing^ 
missing, 
missinq , 
missing , 
missing , 
missing , 
missing, 
missing , 
missing , 
missinq , 
miss J ng, 
missing 
missing 
missing 
niiss i ng 



<22 0> FEATURE: 

<22H> OTHER INFORMATION 

<2 20> FEATURE: 

<T2Z> OTHER INFORMATION 

<220> FEATURE: 

<'.12'A> OTHER INFORMATION 

<220> FEATURE: 

<22*> OTHER INFORMATION 

<220> FEATURE: 

<22J> OTHER INFORMATION 

<220> FEATURE: 

<22.V- OTHER INFORMATION 

<220> FEATURE : 

<223> OTH Ell INFORMATION 

<2 20> FEATURE: 

<22 3> OTHER INFORMATION 



r 
\ 



tlle://C:\CRF3\Outhold\Vsrl327750A.htm 
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^|p ^w Sequence Listing Err©? v tnmary 



FRROR DETECTED SUGGESTED CORRECTION SERIAL NUMBER: &Jy'3'2 7 7J>0 

ATTN: NEW RULES CASES: PLEASE DISREGARD ENGLISH "ALPHA" HEADERS, WHICH WERE IW^RTE^^TO SOFTWARE 



10 



11 



12 



13 



Wrapped Nuclelcs 



Wrapped Aminos 



The numberAext at the end of each line ''wrapped" down to the next line. 
This may occur If your file was retrieved In a word processor after creating It. 
Please adjust your right margin to .3, as this will prevent "wrapping". 

The amino acid numberAext at the end of each line "wrapped * down to the next line. 
This may occur IT your file was retrieved in a word processor after creating It. 
Please adjust your right margin to .3. as this will prevent "wrapping". * 



Incorrect Line Length The rules require that a line not exceed 72 characters in length. This includes spaces.^ 



Misaligned Amino Acid 
Numbering 

Non-ASCII 



Variable Length 



Patentln ver. 2.0 "bug" 



Skipped Sequences 
(OLD RULES) 



Skipped Sequences 
(NEW RULES) 



Use of n's or Xaa's 
(NEW RULES) 



The numbering under each 5th amino acid is misaligned. This may be caused by the use of tabs 
between the numbering. It is recommended to delete any tabs and use spacing bofweq^lhe numbers. 

This file was not saved in ASCII (DOS) text, as required by the Sequence Rules. 

Please ensure your subsequent submission is saved in ASCII text so that it can be processed. 

j 

Sequence(s) contain n's or Xaa's which represented more than one residue. 

As per the rules, each n or Xaa can only represent a single residue. 

Please present the maximum number of each residue having variable length and 

indicate in the (ix) feature section that some may be missing. 

A "bug" in Patentln version 2.0 has caused the <220>-<223> section to be missing from amino acid 

sequence(s) Normally, Patentln would automatically generate this section from the 

previously coded nucleic acid sequence. Please manually copy the relevant <220>-<223> section 
to the subsequent amino acid sequence. This applies primarily to the mandatory <220>-c223> 
sections for Artificial or Unknown sequences. 

Sequence(s) missing. If intentional, please use the following format for each skipped sequence: 

(2) INFORMATION FOR SEQ ID NO:X: 

(i) SEQUENCE CHARACTERISTICS:(Do not insert any headings under "SEQUENCE CHARACTERISTICS") 
(xi) SEQUENCE DESCRIPTION.SEQ ID NO:X: 
This sequence is intentionally skipped 

Please also adjust the "(iii) NUMBER OF SEQUENCES:" response to include the skipped sequence(s). 

Sequence(s) missing. If intentional, please use the following format for each skipped sequence. 

<210> sequence id number 
<400> sequence id number 
000 

Use of n's and/or Xaa's have been detected in the Sequence Listing. 
Use of <220> to <223> is MANDATORY if n's or Xaa's are present. 

In <220> to <223> section, please explain location of n or Xaa, and which residue n or Xaa represents. 



Use of <21 3>Organism Sequence(s) . 



are missing this mandatory field or its response. 



(NEW RULES) 

Use of <220>Feature 
(NEW RULES) 



Patentln ver. 2.0 "bug" 



3 S 

Sequence(s) v are missing the <220> Feature and associated headings. 

Use of <220> to <223> is MANDATORY if <213>ORGANlSlvT is "^ rtificj ar or "Unknown " 
Please explain source of genetic material in <220> to <223> section. 

(See "Federal Register," 6/01/98, Vol. 63, No. 104, pp. 29631-32) (Sec. 1 .823 of new Rules) 

Please do not use "Copy to Disk" function of Patentln version 2.0. This causes a corrupted 

file, resulting in missing mandatory numeric identifiers and responses (as indicated on raw sequence listing). 

Instead, please use "File Manager or any other means to copy file to floppy disk. 



AKS-Biotechnology Systems Branch- 5/15/99 



